| High resolution tandem mass spectrometry was utilized to identify modified cysteine residues. Sufficient resolution was used to differentiate between sulfhydration and sulfinic acid modification Cys-SO 2 -H. Annotated, simplified spectra for an untreated (a) and thus unmodified control sample and for modifications: C59 (b), C95 (c), C182 (d), C212 (e), and C377 (f) respectively are shown with the b and y fragments identified. Peptides were analyzed by MS/MS using Mascot and/or Sequest to search for corresponding peptide fragments. Peptide identifications were accepted if they could be established at greater than 95.0% probability as Cys-S-S-H. 
